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	N
	Loop sequence
	Abundance
	Abundance in filtered set of genomes
	Diversity of 3 flanking base pairs
	Diversity of 3 flanking base pairs in filtered set of genomes

	Rhinovirus A

	1 
	UCCG
	82
	53
	2
	2

	2 
	UACG
	46
	38
	1
	1

	3 
	CCCG
	15
	12
	1
	1

	4 
	UUCG
	6
	6
	1
	1

	5 
	CACG
	5
	5
	1
	1

	6 
	UGCG
	3
	2
	1
	1

	7 
	CUCG
	1
	1
	1
	1

	8 
	UCU
	1
	1
	1
	1

	
	Total
	159
	118
	9
	9

	Rhinovirus B

	1 
	UUU
	18
	17
	2
	2

	2 
	UAU
	17
	8
	2
	2

	3 
	UCU
	7
	5
	2
	2

	4 
	AUU
	4
	4
	2
	2

	5 
	UGU
	1
	1
	1
	1

	6 
	UUC
	2
	1
	1
	1

	7 
	GAU
	1
	1
	1
	1

	
	Total
	50
	37
	11
	11

	Rhinovirus C

	1 
	UACG
	15
	15
	3
	3

	2 
	UCCG
	10
	10
	3
	3

	3 
	UUCG
	6
	6
	2
	2

	4 
	CUCG
	3
	3
	2
	2

	5 
	CUUC
	1
	1
	1
	1

	6 
	CCCG
	3
	2
	1
	1

	Total
	38
	37
	12
	12






